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<223> 



<400> 1 

atg teg ggt tat teg agt gac cga gac cgc ggc egg gac cga ggg ttt 4 8 

Met Ser Gly Tyr Ser Ser Asp Arg Asp Arg Gly Arg Asp Arg Gly Phe 
15 10 15 

ggt gca cct cga ttt gga gga agt agg gca ggg ccc tta tct gga aag 96 
Gly Ala Pro Arg Phe Gly Gly Ser Arg Ala Gly Pro Leu Ser Gly Lys 
20 25 30 

aag ttt gga aac cct ggg gag aaa tta gtt aaa aag aag tgg aat ctt 144 
Lys Phe Gly Asn Pro Gly Glu Lys Leu Val Lys Lys Lys Trp Asn Leu 
35 40 45 

gat gag ctg cct aaa ttt gag aag aat ttt tat caa gag cac cct gat 192 
Asp Glu Leu Pro Lys Phe Glu Lys Asn Phe Tyr Gin Glu His Pro Asp 
50 55 60 

ttg get agg cgc aca gca caa gag gtg gaa aca tac aga aga age aag 24 0 

Leu Ala Arg Arg Thr Ala Gin Glu Val Glu Thr Tyr Arg Arg Ser Lys 
65 70 75 80 

gaa att aca gtt aga ggt cac aac tgc ccg aag cca gtt eta aat ttt 288 
Glu lie Thr Val Arg Gly His Asn Cys Pro Lys Pro Val Leu Asn Phe 
85 90 95 

tat gaa gee aat ttc cct gca aat gtc atg gat gtt att gca aga cag 336 
Tyr Glu Ala Asn Phe Pro Ala Asn Val Met Asp Val lie Ala Arg Gin 
100 105 110 
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aat ttc act gaa ccc act get att caa get cag gga tgg cca gtt get 384 
Asn Phe Thr Glu Pro Thr Ala lie Gin Ala Gin Gly Trp Pro Val Ala 
115 120 125 

eta agt gga ttg gat atg gtt gga gtg gca cag act gga tct ggg aaa 4 32 

Leu Ser Gly Leu Asp Met Val Gly Val Ala Gin Thr Gly Ser Gly Lys 
130 135 140 

aca ttg tct tat ttg ctt cct gee att gtc cac ate aat cat cag cca 480 
Thr Leu Ser Tyr Leu Leu Pro Ala lie Val His lie Asn His Gin Pro 
145 150 155 160 

ttc eta gag aga ggc gat ggg cct att tgt ttg gtg ctg gca cca act 528 
Phe Leu Glu Arg Gly Asp Gly Pro lie Cys Leu Val Leu Ala Pro Thr 
165 170 175 

egg gaa ctg gec caa cag gtg cag caa gta get get gaa tat tgt aga 576 
Arg Glu Leu Ala Gin Gin Val Gin Gin Val Ala Ala Glu Tyr Cys Arg 
180 185 190 

gca tgt cgc ttg aag tct act tgt ate tac ggt ggt get cct aag gga 624 
Ala Cys Arg Leu Lys Ser Thr Cys lie Tyr Gly Gly Ala Pro Lys Gly 
195 200 205 

cca caa ata cgt gat ttg gag aga ggt gtg gaa ate tgt att gca aca 672 
Pro Gin lie Arg Asp Leu Glu Arg Gly Val Glu lie Cys lie Ala Thr 
210 215 220 

cct gga aga ctg att gac ttt tta gag tgt gga aaa ace aat ctg aga 720 
Pro Gly Arg Leu lie Asp Phe Leu Glu Cys Gly Lys Thr Asn Leu Arg 
225 230 235 240 

aga aca ace tac ctt gtc ctt gat gaa gca gat aga atg ctt gat atg 768 
Arg Thr Thr Tyr Leu Val Leu Asp Glu Ala Asp Arg Met Leu Asp Met 
245 250 255 

ggc ttt gaa ccc caa ata agg aag att gtg gat caa ata aga cct gat 816 
Gly Phe Glu Pro Gin lie Arg Lys lie Val Asp Gin lie Arg Pro Asp 
260 265 270 

agg caa act eta atg tgg agt gcg act tgg cca aaa gaa gta aga cag 864 
Arg Gin Thr Leu Met Trp Ser Ala Thr Trp Pro Lys Glu Val Arg Gin 
275 280 285 

ctt get gaa gat ttc ctg aaa gac tat att cat ata aac att ggt gca 912 
Leu Ala Glu Asp Phe Leu Lys Asp Tyr lie His lie Asn lie Gly Ala 
290 295 300 

ctt gaa ctg agt gca aac cac aac att ctt cag att gtg gat gtg tgt 960 
Leu Glu Leu Ser Ala Asn His Asn lie Leu Gin lie Val Asp Val Cys 
305 310 315 320 

cat gac gta gaa aag gat gaa aaa ctt att cgt eta atg gaa gag ate 1008 
His Asp Val Glu Lys Asp Glu Lys Leu lie Arg Leu Met Glu Glu lie 
325 330 335 

atg agt gag aag gag aat aaa ace att gtt ttt gtg gaa acc aaa aga 1056 
Met Ser Glu Lys Glu Asn Lys Thr lie Val Phe Val Glu Thr Lys Arg 
340 345 350 
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aga tgt gat gag ctt acc aga aaa atg agg aga gat ggg tgg cct gcc 1104 
Arg Cys Asp Glu Leu Thr Arg Lys Met Arg Arg Asp Gly Trp Pro Ala 
355 360 365 

atg ggt ate cat ggt gac aag agt caa caa gag cgt gac tgg gtt eta 1152 
Met Gly lie His Gly Asp Lys Ser Gin Gin Glu Arg Asp Trp Val Leu 
370 375 380 

aat gaa ttc aaa cat gga aaa get cct att ctg att get aca gat gtg 1200 
Asn Glu Phe Lys His Gly Lys Ala Pro lie Leu lie Ala Thr Asp Val 
385 390 395 400 

gcc tec aga ggg eta gat gtg gaa gat gtg aaa ttt gtc ate aat tat 1248 
Ala Ser Arg Gly Leu Asp Val Glu Asp Val Lys Phe Val lie Asn Tyr 
405 410 415 

gac tac cct aac tec tea gag gat tat att cat cga att gga aga act 1296 
Asp Tyr Pro Asn Ser Ser Glu Asp Tyr lie His Arg lie Gly Arg Thr 
420 425 430 

get cgc agt acc aaa aca ggc aca gca tac act ttc ttt aca cct aat 1344 
Ala Arg Ser Thr Lys Thr Gly Thr Ala Tyr Thr Phe Phe Thr Pro Asn 
435 440 445 

aac ata aag caa gtg age gac ctt ate tct gtg ctt cgt gaa get aat 13 92 

Asn He Lys Gin Val Ser Asp Leu He Ser Val Leu Arg Glu Ala Asn 
450 455 460 

caa gca att aat ccc aag ttg ctt cag ttg gtc gaa gac aga ggt tea 1440 
Gin Ala He Asn Pro Lys Leu Leu Gin Leu Val Glu Asp Arg Gly Ser 
465 470 475 480 

ggt cgt tec agg ggt aga gga ggc atg aag gat gac cgt egg gac aga 14 88 

Gly Arg Ser Arg Gly Arg Gly Gly Met Lys Asp Asp Arg Arg Asp Arg 
485 490 495 

tac tct gcg ggc aaa agg ggt gga ttt aat acc ttt aga gac agg gaa 1536 
Tyr Ser Ala Gly Lys Arg Gly Gly Phe Asn Thr Phe Arg Asp Arg Glu 
500 505 510 

aat tat gac aga ggt tac tct age ctg ctt aaa aga gat ttt ggg gca 1584 
Asn Tyr Asp Arg Gly Tyr Ser Ser Leu Leu Lys Arg Asp Phe Gly Ala 
515 520 525 

aaa act cag aat ggt gtt tac agt get gca aat tac acc aat ggg age 1632 
Lys Thr Gin Asn Gly Val Tyr Ser Ala Ala Asn Tyr Thr Asn Gly Ser 
530 535 540 

ttt gga agt aat ttt gtg tct get ggt ata cag acc agt ttt agg act 1680 
Phe Gly Ser Asn Phe Val Ser Ala Gly He Gin Thr Ser Phe Arg Thr 
545 550 555 560 

ggt aat cca aca ggg act tac cag aat ggt tat gat age act cag caa 1728 
Gly Asn Pro Thr Gly Thr Tyr Gin Asn Gly Tyr Asp Ser Thr Gin Gin 
565 570 575 

tac gga agt aat gtt cca aat atg cac aat ggt atg aac caa cag gca 1776 
Tyr Gly Ser Asn Val Pro Asn Met His Asn Gly Met Asn Gin Gin Ala 
580 585 590 
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tat gca tat cct get act gca get gca cct atg att ggt tat cca atg 1824 

Tyr Ala Tyr Pro Ala Thr Ala Ala Ala Pro Met He Gly Tyr Pro Met 
595 600 605 

cca aca gga tat tec caa taa 1845 

Pro Thr Gly Tyr Ser Gin 
610 



<210> 2 

<211> 614 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Ser Gly Tyr Ser Ser Asp Arg Asp Arg Gly Arg Asp Arg Gly Phe 
15 10 15 



Gly Ala Pro Arg Phe Gly Gly Ser Arg Ala Gly Pro Leu Ser Gly Lys 
20 25 30 



Lys Phe Gly Asn Pro Gly Glu Lys Leu Val Lys Lys Lys Trp Asn Leu 
35 40 45 



Asp Glu Leu Pro Lys Phe Glu Lys Asn Phe Tyr Gin Glu His Pro Asp 
50 55 60 



Leu Ala Arg Arg Thr Ala Gin Glu Val Glu Thr Tyr Arg Arg Ser Lys 
65 70 75 80 



Glu He Thr Val Arg Gly His Asn Cys Pro Lys Pro Val Leu Asn Phe 
85 90 95 



Tyr Glu Ala Asn Phe Pro Ala Asn Val Met Asp Val He Ala Arg Gin 
100 105 110 



Asn Phe Thr Glu Pro Thr Ala He Gin Ala Gin Gly Trp Pro Val Ala 
115 120 125 



Leu Ser Gly Leu Asp Met Val Gly Val Ala Gin Thr Gly Ser Gly Lys 
130 135 140 



Thr Leu Ser Tyr Leu Leu Pro Ala He Val His He Asn His Gin Pro 
145 150 155 160 



Phe Leu Glu Arg Gly Asp Gly Pro He Cys Leu Val Leu Ala Pro Thr 
165 170 175 
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Arg Glu Leu Ala Gin Gin Val Gin Gin Val Ala Ala Glu Tyr Cys Arg 
180 185 190 



Ala Cys Arg Leu Lys Ser Thr Cys lie Tyr Gly Gly Ala Pro Lys Gly 
195 200 205 



Pro Gin lie Arg Asp Leu Glu Arg Gly Val Glu lie Cys lie Ala Thr 
210 215 220 



Pro Gly Arg Leu lie Asp Phe Leu Glu Cys Gly Lys Thr Asn Leu Arg 
225 230 235 240 



Arg Thr Thr Tyr Leu Val Leu Asp Glu Ala Asp Arg Met Leu Asp Met 
245 250 255 



Gly Phe Glu Pro Gin lie Arg Lys lie Val Asp Gin lie Arg Pro Asp 
260 265 270 



Arg Gin Thr Leu Met Trp Ser Ala Thr Trp Pro Lys Glu Val Arg Gin 
275 280 285 



Leu Ala Glu Asp Phe Leu Lys Asp Tyr lie His lie Asn lie Gly Ala 
290 295 300 



Leu Glu Leu Ser Ala Asn His Asn lie Leu Gin lie Val Asp Val Cys 
305 310 315 320 



His Asp Val Glu Lys Asp Glu Lys Leu lie Arg Leu Met Glu Glu lie 
325 330 335 



Met Ser Glu Lys Glu Asn Lys Thr lie Val Phe Val Glu Thr Lys Arg 
340 345 350 



Arg Cys Asp Glu Leu Thr Arg Lys Met Arg Arg Asp Gly Trp Pro Ala 
355 360 365 



Met Gly lie His Gly Asp Lys Ser Gin Gin Glu Arg Asp Trp Val Leu 
370 375 380 



Asn Glu Phe Lys His Gly Lys Ala Pro lie Leu lie Ala Thr Asp Val 
385 390 395 400 



Ala Ser Arg Gly Leu Asp Val Glu Asp Val Lys Phe Val lie Asn Tyr 
405 410 415 
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Asp Tyr Pro Asn Ser Ser Glu Asp Tyr lie His Arg lie Gly Arg Thr 
420 425 430 



Ala Arg Ser Thr Lys Thr Gly Thr Ala Tyr Thr Phe Phe Thr Pro Asn 
435 440 445 



Asn lie Lys Gin Val Ser Asp Leu lie Ser Val Leu Arg Glu Ala Asn 
450 455 460 



Gin Ala lie Asn Pro Lys Leu Leu Gin Leu Val Glu Asp Arg Gly Ser 
465 470 475 480 



Gly Arg Ser Arg Gly Arg Gly Gly Met Lys Asp Asp Arg Arg Asp Arg 
485 490 495 



Tyr Ser Ala Gly Lys Arg Gly Gly Phe Asn Thr Phe Arg Asp Arg Glu 
500 505 510 



Asn Tyr Asp Arg Gly Tyr Ser Ser Leu Leu Lys Arg Asp Phe Gly Ala 
515 520 525 



Lys Thr Gin Asn Gly Val Tyr Ser Ala Ala Asn Tyr Thr Asn Gly Ser 
530 535 540 



Phe Gly Ser Asn Phe Val Ser Ala Gly lie Gin Thr Ser Phe Arg Thr 
545 550 555 560 



Gly Asn Pro Thr Gly Thr Tyr Gin Asn Gly Tyr Asp Ser Thr Gin Gin 
565 570 575 



Tyr Gly Ser Asn Val Pro Asn Met His Asn Gly Met Asn Gin Gin Ala 
580 585 590 



Tyr Ala Tyr Pro Ala Thr Ala Ala Ala Pro Met lie Gly Tyr Pro Met 
595 600 605 



Pro Thr Gly Tyr Ser Gin 
610 



<210> 3 

<211> 1518 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . (1518) 
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<223> 



<400> 3 

atg ggt gaa act ctg gga gat tct cct att gac cca gaa age gat tec 48 
Met Gly Glu Thr Leu Gly Asp Ser Pro lie Asp Pro Glu Ser Asp Ser 
15 10 15 

ttc act gat aca ctg tct gca aac ata tea caa gaa atg ace atg gtt 96 
Phe Thr Asp Thr Leu Ser Ala Asn lie Ser Gin Glu Met Thr Met Val 
20 25 30 

gac aca gag atg cca ttc tgg ccc acc aac ttt ggg ate age tec gtg 144 
Asp Thr Glu Met Pro Phe Trp Pro Thr Asn Phe Gly lie Ser Ser Val 
35 40 45 

gat etc tec gta atg gaa gac cac tec cac tec ttt gat ate aag ccc 192 
Asp Leu Ser Val Met Glu Asp His Ser His Ser Phe Asp lie Lys Pro 
50 55 60 

ttc act act gtt gac ttc tec age att tct act cca cat tac gaa gac 240 
Phe Thr Thr Val Asp Phe Ser Ser lie Ser Thr Pro His Tyr Glu Asp 
65 70 75 80 

att cca ttc aca aga aca gat cca gtg gtt gca gat tac aag tat gac 288 
lie Pro Phe Thr Arg Thr Asp Pro Val Val Ala Asp Tyr Lys Tyr Asp 
85 90 95 

ctg aaa ctt caa gag tac caa agt gca ate aaa gtg gag cct gca tct 336 
Leu Lys Leu Gin Glu Tyr Gin Ser Ala lie Lys Val Glu Pro Ala Ser 
100 105 110 

cca cct tat tat tct gag aag act cag etc tac aat aag cct cat gaa 384 
Pro Pro Tyr Tyr Ser Glu Lys Thr Gin Leu Tyr Asn Lys Pro His Glu 
115 120 125 

gag cct tec aac tec etc atg gca att gaa tgt cgt gtc tgt gga gat 432 
Glu Pro Ser Asn Ser Leu Met Ala lie Glu Cys Arg Val Cys Gly Asp 
130 135 140 

aaa get tct gga ttt cac tat gga gtt cat get tgt gaa gga tgc aag 480 
Lys Ala Ser Gly Phe His Tyr Gly Val His Ala Cys Glu Gly Cys Lys 
145 150 155 160 

ggt ttc ttc egg aga aca ate aga ttg aag ctt ate tat gac aga tgt 528 
Gly Phe Phe Arg Arg Thr lie Arg Leu Lys Leu lie Tyr Asp Arg Cys 
165 170 175 

gat ctt aac tgt egg ate cac aaa aaa agt aga aat aaa tgt cag tac 576 
Asp Leu Asn Cys Arg lie His Lys Lys Ser Arg Asn Lys Cys Gin Tyr 
180 185 190 

tgt egg ttt cag aaa tgc ctt gca gtg ggg atg tct cat aat gee ate 624 
Cys Arg Phe Gin Lys Cys Leu Ala Val Gly Met Ser His Asn Ala lie 
195 200 205 

agg ttt ggg egg atg cca cag gee gag aag gag aag ctg ttg gcg gag 672 
Arg Phe Gly Arg Met Pro Gin Ala Glu Lys Glu Lys Leu Leu Ala Glu 
210 215 220 

ate tec agt gat ate gac cag ctg aat cca gag tec get gac etc egg 720 
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lie Ser Ser Asp lie Asp Gin Leu Asn Pro Glu Ser Ala Asp Leu Arg 
225 230 235 240 



gcc ctg gca 
Ala Leu Ala 



acc aaa gca 
Thr Lys Ala 



tea cca ttc 
Ser Pro Phe 
275 

aaa ate aag 
Lys lie Lys 
290 

gtg gcc ate 
Val Ala lie 
305 

gtg cag gag 
Val Gin Glu 



ctt gac ttg 
Leu Asp Leu 



ate att tac 
He He Tyr 
355 

ata tec gag 
He Ser Glu 
370 

cga aag cct 
Arg Lys Pro 
385 

aag ttc aat 
Lys Phe Asn 



get gtc att 
Ala Val He 



ccc att gaa 

Pro He Glu 
435 

ctg aag ctg 

Leu Lys Leu 
450 

cag aaa atg 



aaa cat ttg 
Lys His Leu 
245 

aag gcg agg 
Lys Ala Arg 
260 

gtt ate tat 
Val He Tyr 



ttc aaa cac 
Phe Lys His 



cgc ate ttt 
Arg He Phe 
310 

ate aca gag 
He Thr Glu 
325 

aac gac caa 
Asn Asp Gin 
340 

aca atg ctg 
Thr Met Leu 



ggc caa ggc 
Gly Gin Gly 



ttt ggt gac 
Phe Gly Asp 
390 

gca ctg gaa 
Ala Leu Glu 
405 

att etc agt 
He Leu Ser 
420 

gac att caa 
Asp He Gin 



aac cac cct 
Asn His Pro 



aca gac etc 



tat gac tea 
Tyr Asp Ser 



gcg ate ttg 
Ala He Leu 
265 

gac atg aat 
Asp Met Asn 
280 

ate acc ccc 
He Thr Pro 
295 

cag ggc tgc 
Gin Gly Cys 



tat gcc aaa 
Tyr Ala Lys 



gta act etc 
Val Thr Leu 
345 

gcc tec ttg 
Ala Ser Leu 
360 

ttc atg aca 
Phe Met Thr 
375 

ttt atg gag 
Phe Met Glu 



tta gat gac 
Leu Asp Asp 



gga gac cgc 
Gly Asp Arg 
425 

gac aac ctg 
Asp Asn Leu 
440 

gag tec tea 
Glu Ser Ser 
455 

aga cag att 



tac ata aag 
Tyr He Lys 
250 

aca gga aag 
Thr Gly Lys 



tec tta atg 
Ser Leu Met 



ctg cag gag 
Leu Gin Glu 
300 

cag ttt cgc 
Gin Phe Arg 
315 

age att cct 
Ser He Pro 
330 

etc aaa tat 
Leu Lys Tyr 



atg aat aaa 
Met Asn Lys 



agg gag ttt 
Arg Glu Phe 
380 

ccc aag ttt 
Pro Lys Phe 
395 

age gac ttg 
Ser Asp Leu 
410 

cca ggt ttg 
Pro Gly Leu 



eta caa gcc 
Leu Gin Ala 



cag ctg ttt 
Gin Leu Phe 
460 

gtc acg gaa 
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tec ttc ccg 
Ser Phe Pro 
255 

aca aca gac 
Thr Thr Asp 
270 

atg gga gaa 
Met Gly Glu 
285 

cag age aaa 
Gin Ser Lys 



tec gtg gag 
Ser Val Glu 



ggt ttt gta 
Gly Phe Val 
335 

gga gtc cac 
Gly Val His 
350 

gat ggg gtt 
Asp Gly Val 
365 

eta aag age 
Leu Lys Ser 



gag ttt get 
Glu Phe Ala 



gca ata ttt 
Ala He Phe 
415 

ctg aat gtg 
Leu Asn Val 
430 

ctg gag etc 
Leu Glu Leu 
445 

gcc aag ctg 
Ala Lys Leu 



cac gtg cag 



ctg 768 
Leu 



aaa 816 
Lys 



gat 864 
Asp 



gag 912 
Glu 



get 960 

Ala 

320 

aat 1008 
Asn 



gag 1056 
Glu 



etc 1104 
Leu 



ctg 1152 
Leu 



gtg 1200 

Val 

400 

att 1248 
He 



aag 1296 
Lys 



cag 1344 
Gin 



etc 1392 
Leu 



eta 1440 



Gin Lys Met Thr Asp Leu Arg Gin lie Val Thr Glu His Val Gin Leu 
465 470 475 480 



ctg cag gtg ate aag aag acg gag aca gac atg agt ctt cac ccg etc 1488 
Leu Gin Val lie Lys Lys Thr Glu Thr Asp Met Ser Leu His Pro Leu 
485 490 495 



ctg cag gag ate tac aag gac ttg tac tag 
Leu Gin Glu lie Tyr Lys Asp Leu Tyr 
500 505 



<210> 4 

<211> 505 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Gly Glu Thr Leu Gly Asp Ser Pro lie Asp Pro Glu Ser Asp Ser 
1 ' 5 10 15 



Phe Thr Asp Thr Leu Ser Ala Asn lie Ser Gin Glu Met Thr Met Val 
20 25 30 



Asp Thr Glu Met Pro Phe Trp Pro Thr Asn Phe Gly lie Ser Ser Val 
35 40 45 



Asp Leu Ser Val Met Glu Asp His Ser His Ser Phe Asp lie Lys Pro 
50 55 60 



Phe Thr Thr Val Asp Phe Ser Ser lie Ser Thr Pro His Tyr Glu Asp 
65 70 75 80 



lie Pro Phe Thr Arg Thr Asp Pro Val Val Ala Asp Tyr Lys Tyr Asp 
85 90 95 



Leu Lys Leu Gin Glu Tyr Gin Ser Ala lie Lys Val Glu Pro Ala Ser 
100 105 110 



Pro Pro Tyr Tyr Ser Glu Lys Thr Gin Leu Tyr Asn Lys Pro His Glu 
115 120 125 



Glu Pro Ser Asn Ser Leu Met Ala lie Glu Cys Arg Val Cys Gly Asp 
130 135 140 



Lys Ala Ser Gly Phe His Tyr Gly Val His Ala Cys Glu Gly Cys Lys 
145 150 155 160 
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Gly Phe Phe Arg Arg Thr lie Arg Leu Lys Leu lie Tyr Asp Arg Cys 
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165 170 175 



Asp Leu Asn Cys Arg lie His Lys Lys Ser Arg Asn Lys Cys Gin Tyr 
180 185 190 



Cys Arg Phe Gin Lys Cys Leu Ala Val Gly Met Ser His Asn Ala lie 
195 200 205 



Arg Phe Gly Arg Met Pro Gin Ala Glu Lys Glu Lys Leu Leu Ala Glu 
210 215 220 



lie Ser Ser Asp lie Asp Gin Leu Asn Pro Glu Ser Ala Asp Leu Arg 
225 230 235 240 



Ala Leu Ala Lys His Leu Tyr Asp Ser Tyr lie Lys Ser Phe Pro Leu 
245 250 255 



Thr Lys Ala Lys Ala Arg Ala lie Leu Thr Gly Lys Thr Thr Asp Lys 
260 265 270 



Ser Pro Phe Val lie Tyr Asp Met Asn Ser Leu Met Met Gly Glu Asp 
275 280 285 



Lys lie Lys Phe Lys His lie Thr Pro Leu Gin Glu Gin Ser Lys Glu 
290 295 300 



Val Ala lie Arg lie Phe Gin Gly Cys Gin Phe Arg Ser Val Glu Ala 
305 310 315 320 



Val Gin Glu lie Thr Glu Tyr Ala Lys Ser lie Pro Gly Phe Val Asn 
325 330 335 



Leu Asp Leu Asn Asp Gin Val Thr Leu Leu Lys Tyr Gly Val His Glu 
340 345 350 



lie lie Tyr Thr Met Leu Ala Ser Leu Met Asn Lys Asp Gly Val Leu 
355 360 365 



lie Ser Glu Gly Gin Gly Phe Met Thr Arg Glu Phe Leu Lys Ser Leu 
370 375 380 



Arg Lys Pro Phe Gly Asp Phe Met Glu Pro Lys Phe Glu Phe Ala Val 
385 390 395 400 



Lys Phe Asn Ala Leu Glu Leu Asp Asp Ser Asp Leu Ala lie Phe lie 
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405 



410 



415 



Ala Val lie lie Leu Ser Gly Asp Arg Pro Gly Leu Leu Asn Val Lys 
420 425 430 



Pro lie Glu Asp lie Gin Asp Asn Leu Leu Gin Ala Leu Glu Leu Gin 
435 440 445 



Leu Lys Leu Asn His Pro Glu Ser Ser Gin Leu Phe Ala Lys Leu Leu 
450 455 460 



Gin Lys Met Thr Asp Leu Arg Gin lie Val Thr Glu His Val Gin Leu 
465 470 475 480 



Leu Gin Val lie Lys Lys Thr Glu Thr Asp Met Ser Leu His Pro Leu 
485 490 495 



Leu Gin Glu lie Tyr Lys Asp Leu Tyr 
500 505 



<210> 5 

<211> 1300 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> promoter 

<222> (1) . . (1300) 
<223> 



<400> 5 
ccctcagggc 


ccatagcgca 


agggcggagg 


gcacacggac 


agcggctaga 


cgccccacag 


60 


aaagacaagt 


ccggggacga 


cccttctgac 


cgctcttttt 


acagccagga 


cccaagtgtc 


120 


ctaccggcct 


cgccccagtg 


cctctctctc 


tcccacagca 


tactgctgtt 


ccacggcctc 


180 


gaagcgaaga 


ggtggtgaag 


ctgagagacc 


ctatccaggg 


aacccgccag 


cgcgacgcgg 


240 


cgtctgaagg 


tcacgagccc 


tgccgacagc 


ccagacccag 


tccgggctag 


cccgaggcct 


300 


ccctggaggt 


ggacggtttc 


agtccacaca 


tactgggacc 


ccagggagac 


actcaccagc 


360 


atccgagcct 


gccatgtttc 


agaggcaggt 


cgccgccgga 


ctccgacgcg 


gccgggaagg 


420 


cgacggtgtc 


ctggaaggac 


cgatccacgc 


agacccgaca 


ctggggcgcg 


gacgcacgaa 


480 


ccaaagcgcg 


gggaaggagg 


cgtgaaagaa 


ggacggacgt 


taaaagagct 


tctcgccgct 


540 


gattggtcat 


cagaggagca 


cttcctttca 


caggacgtga 


aacgggggcg 


gtttggggaa 


600 


gtttagagac 


cattctccgc 


cgaccaaaac 


ccgtcaaagg 


attatcagac 


acgcgggtcg 


660 
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gacggtccac 


atcagccggc 


agcccgggcg 


ggtcccgggg 


tgcgagcagc 


gcacttccgg 


720 


tgagctattt 


cgttttgtat 


ccctccgccg 


acgtcaacgg 


gaaagtagtg 


cggaccgctc 


780 


tctcggtggt 


ccggggtggt 


acagccacgt 


gacaacgcca 


ggccccgcct 


tccccctctt 


840 


ttggttacag 


acgtgagggc 


tctttggaga 


cgtaaacatc 


tccgagtggc 


gagggtgggc 


900 


ggggctgggc 


ttgggaaagg 


gcggggtggc 


ttgcttgagg 


tgtggaaaga 


ccagaagaag 


960 


gtgaggtcaa 


gagagtgcag 


aatgaggcat 


tccaatggtg 


ggtgggccct 


gacctgagag 


1020 


agtggcgcgg 


ggaggggtga 


aagcgcggcg 


atcctggaac 


gccagcgggc 


gttgcggcct 


1080 


atgcgcgagg 


ggcggggcga 


t taggtcata 


gagcggctcc 


cagcgt tccc 


tgcggcgtag 


± _Lffc V 


gaggcggtcc 


agactataaa 


agcggctgcc 


ggaaagcggc 


cggcacctca 


ttcatttcta 


1200 


ccggtctcta 


gtagtgcagc 


ttcggctggt 


gtcatcggtg 


tccttcctcc 


gctgccgccc 


1260 


ccgcaaggct 


tcgccgtcat 


cgaggccatt 


tccagcgact 






1300 



<210> 6 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 6 

agacagttga ctgtatcgga attcatgggt gaaactctgg gagattc 47 



<210> 7 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 7 

aggagctcct agtacaagtc cttgtagatc 30 



<210> 8 
<211> 46 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 8 

gcgaagaagt ccaaagcggc cgctatgcaa ggcatttctg aaaccg 46 
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<210> 9 

<211> 29 

<212> DNA 

<213> Homo sapiens 

<400> 9 

ggagagatgg gtggcctgcc atgggtatc 2 9 

<210> 10 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 10 

cttctagatc ttattgggaa tatcctgttg gcattggata a 41 

<210> 11 

<211> 18 

<212> DNA 

<213> Mus musculus 

<400> 11 

gcacagcagg tgcagcaa 18 

<210> 12 

<211> 24 

<212> DNA 

<213> Mus musculus 

<400> 12 

gcaccaccat agatgcaagt agac 24 

<210> 13 

<211> 20 

<212> DNA 

<213> Mus musculus 

<400> 13 

aaagtggaga ttgttgccat 20 

<210> 14 

<211> 19 

<212> DNA 

<213> Mus musculus 

<400> 14 

ttgactgtgc cgttgaatt 19 
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<210> 


15 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 




synthesized primer 


<400> 


15 



an artificially 



agggtaccct cagggcccat agcgca 



<210> 16 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: an artificially 
synthesized primer sequence 

<400> 16 

agctcgagtc gctggaaatg gcctcg 
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